Identification of p73 as a structural homolog of p53 fueled early studies aimed at determining if it was capable of performing p53-like functions. This led to a conundrum as p73 was discovered to be hardly mutated in cancers, and yet, TAp73, the full-length form, was found capable of performing p53-like functions, including transactivation of many p53 target genes in cancer cell lines. Generation of mice lacking p73/TAp73 revealed a plethora of developmental defects, with very limited spontaneous tumors arising only at a later stage. Concurrently, novel TAp73 target genes involved in cellular growth promotion that are not regulated by p53 were identified, mooting the possibility that TAp73 may have diametrically opposite functions to p53 in tumorigenesis. We have therefore comprehensively evaluated the TAp73 target genes identified and validated in human cancer cell lines, to examine their contextual relevance. Data from focused studies aimed at appraising if p53 targets are also regulated by TAp73-often by TAp73 overexpression in cell lines with non-functional p53-were affirmative. However, genome-wide and phenotype-based studies led to the identification of TAp73-regulated genes involved in cellular survival and thus, tumor promotion. Our analyses therefore suggest that TAp73 may not necessarily be p53's natural substitute in enforcing tumor suppression. It has likely evolved to perform unique functions in regulating developmental processes and promoting cellular growth through entirely different sets of target genes that are not common to, and cannot be substituted by p53. The p53-related targets initially reported to be regulated by TAp73 may therefore represent an experimental possibility rather than the reality.
TAp73-The Structural Homolog of p53, but a True Functional Homolog as Well?
p73, a member of the p53 family of transcription factors, shares high sequence homology with p53 at the amino acid level, being at least 29% similar in sequence identity in the N-terminal transactivation domain (TAD), 63% in the central DNA binding domain (DBD), and 38% in the oligomerization domain [1, 2] . Its two major N-terminal isoforms are either with (TAp73) or without (DNp73) the TAD. Given the presence of a similar TAD and DBD in TAp73, it has been thought to perform functions akin to p53, which is an undisputed tumor suppressor that is mutated in over 50% of all cancers, or with its activity often being compromised in the others [3] [4] [5] [6] [7] . It has been well established that p53 inhibits cell growth upon DNA and cellular damage, by arresting the cell cycle through the transactivation of p21, by initiating apoptosis by transactivating Puma, or by triggering senescence through the transactivation
Analysis Methodology
In this review, we define TAp73 targets as genes where the direct binding of TAp73 to the promoters or regulatory regions has been reported, and whose expression has been validated to be regulated by TAp73. Target genes identified from high-throughput studies have been selected for analysis in this review only when they meet the above criteria, though thousands of unverified genes have been documented in many studies using genome-wide microarray or RNA-sequence analyses. Since this review mainly focuses on human cancers, studies investigating other species (e.g., mice, zebra fish) have not been included for analysis.
We performed a keyword search using the Boolean ((p73[Title]) OR (TAp73 [Title]) OR (DNp73 [Title])) AND transcription NOT REVIEW [Publication Type] in PubMed on 26 August 2019. The returned articles were further filtered by language to include English-based results only. From those articles, publications that met the above criteria for TAp73 target genes were considered relevant to the purpose of this review and were further grouped either as individual gene studies or genome-wide studies. Figure 1 illustrates the flow diagram of our analysis methodology. the purpose of this review and were further grouped either as individual gene studies or genome-wide studies. Figure 1 illustrates the flow diagram of our analysis methodology.
We would like to highlight that studies describing other TAp73 transcriptional targets may have not been included in this analysis due to the nature of the search terms used for article identification. Nonetheless, we believe that the analysis provide a general overview that is representative of the TAp73 targets identified thus far. 
Targets Identified by Focused Studies-Overlapping with p53 Target Genes
Since p73 was first identified as a structural and functional homolog of p53 [38, 39] , its function as a tumor suppressor and a transcription factor has been intensely studied. In addition to its biochemical characterization and upstream regulation, a large number of target genes of p73 have been identified by individual studies or by high-throughput array-based screening. Our literature search using the keywords described above led to the retrieval of 424 articles. Five were not written in the English language and were excluded. The remaining 419 articles, published between 1997 and 2019, were independently reviewed by two authors. Among these articles, 77 were focused on one or a few individual target genes ( Supplementary Table S1 ), and 12 were genome-wide analyses of p73 targets in human cancer cells ( Supplementary Table S2 ). The remaining 300+ articles did not directly deal with TAp73 transcriptional targets but were investigating various aspects of p73 regulation, activity, and functions.
Among the 77 focused articles, 6 solely utilized TAp73 knock-out mouse cells or other murine cell lines, and the remaining 71 studies were performed using human cell lines. In total, 68 different human cancer cell lines were employed in the 71 individual studies ( Figure 2 ). The p53 status of the cancer cell lines used were recorded from the studies if described. In other cases, the p53 status was determined based on information obtained from online databases (e.g., www.p53.iarc.fr). More than half were without a functional p53: 8 cell lines are devoid of p53 expression (i.e., null) and 29 expressed mutant p53, and three cell lines, namely, HEK293T which was used in 7 studies, NHEK in 1 study, and Hela in 6 studies, are considered functionally inactive for p53 due to the overexpression of SV40 T antigen or genes of human papilloma virus (Figure 2A,B ). While 3 cell lines carry p53 with unknown status, the remaining 25 cell lines expressed wild-type p53. The most utilized cell lines across these studies were the lung non-small cell carcinoma cell line H1299 and the osteosarcoma cell line Saos2, both null for p53 expression. H1229 was used 27 times, and Saos2 was used 25 times. We would like to highlight that studies describing other TAp73 transcriptional targets may have not been included in this analysis due to the nature of the search terms used for article identification. Nonetheless, we believe that the analysis provide a general overview that is representative of the TAp73 targets identified thus far.
Among the 77 focused articles, 6 solely utilized TAp73 knock-out mouse cells or other murine cell lines, and the remaining 71 studies were performed using human cell lines. In total, 68 different human cancer cell lines were employed in the 71 individual studies ( Figure 2 ). The p53 status of the cancer cell lines used were recorded from the studies if described. In other cases, the p53 status was determined based on information obtained from online databases (e.g., www.p53.iarc.fr). More than half were without a functional p53: 8 cell lines are devoid of p53 expression (i.e., null) and 29 expressed mutant p53, and three cell lines, namely, HEK293T which was used in 7 studies, NHEK in 1 study, and Hela in 6 studies, are considered functionally inactive for p53 due to the overexpression of SV40 T antigen or genes of human papilloma virus (Figure 2A,B ). While 3 cell lines carry p53 with unknown status, the remaining 25 cell lines expressed wild-type p53. The most utilized cell lines across these studies were the lung non-small cell carcinoma cell line H1299 and the osteosarcoma cell line Saos2, both null for p53 expression. H1229 was used 27 times, and Saos2 was used 25 times. In total, the number of studies using cell lines with functional wild-type p53 versus non-functional p53 was 43 versus 111, as presented in Figure 2C . In total, the number of studies using cell lines with functional wild-type p53 versus non-functional p53 was 43 versus 111, as presented in Figure 2C . An interesting feature of the studies in this category is that most of the experiments were conducted by ectopic overexpression of TAp73. A handful of studies utilized various stimuli known to induce TAp73 expression, including DNA-damaging conditions such as irradiation, etoposide, doxorubicin, and cisplatin treatment [28, [40] [41] [42] [43] , or tumor-promoting conditions such as hypoxia [29, [44] [45] [46] , tumor necrosis factor (TNFα) treatment [47] , and serum stimulation [48] . The target genes derived from the 71 individual focused studies that met our criteria are listed in Table 1 . A total of 81 genes were identified as TAp73 targets, with the majority of them reported once in single studies. A few others were frequently reported in multiple studies. Of these, CDKN1A (p21), MDM2, and BAX were the top 3 genes reported in multiple studies: 19, 12, and 12 studies respectively, as they were often used as positive controls. Firefly luciferase-based promoter assay was the most common method used to validate the regulation of target gene transcription upon TAp73 overexpression. The potential TAp73 binding sites were explored mainly by searching for typical p53REs in the proximal promoter regions, with the assumption that the binding sites would be evolutionally conserved and thus similar for TAp73 and p53. The majority of the 81 target genes contain a predicted p53RE in their genomic regulatory regions, of which 33 were validated.
When these TAp73 target genes were pooled together for Gene Ontology (GO) term analysis using the online gene set analysis tool Enrichr (https://amp.pharm.mssm.edu/Enrichr/), signaling pathways that emerged were DNA damage response, cell cycle arrest, and p53/p63/p73 networks ( Table 2 ), similar to those that are activated by p53. Comparable results were also obtained using the online David gene set analysis tool (https://david.ncifcrf.gov/) (data not shown). It is noteworthy An interesting feature of the studies in this category is that most of the experiments were conducted by ectopic overexpression of TAp73. A handful of studies utilized various stimuli known to induce TAp73 expression, including DNA-damaging conditions such as irradiation, etoposide, doxorubicin, and cisplatin treatment [28, [40] [41] [42] [43] , or tumor-promoting conditions such as hypoxia [29, [44] [45] [46] , tumor necrosis factor (TNFα) treatment [47] , and serum stimulation [48] .
The target genes derived from the 71 individual focused studies that met our criteria are listed in Table 1 . A total of 81 genes were identified as TAp73 targets, with the majority of them reported once in single studies. A few others were frequently reported in multiple studies. Of these, CDKN1A (p21), MDM2, and BAX were the top 3 genes reported in multiple studies: 19, 12, and 12 studies respectively, as they were often used as positive controls. Firefly luciferase-based promoter assay was the most common method used to validate the regulation of target gene transcription upon TAp73 overexpression. The potential TAp73 binding sites were explored mainly by searching for typical p53REs in the proximal promoter regions, with the assumption that the binding sites would be evolutionally conserved and thus similar for TAp73 and p53. The majority of the 81 target genes contain a predicted p53RE in their genomic regulatory regions, of which 33 were validated. When these TAp73 target genes were pooled together for Gene Ontology (GO) term analysis using the online gene set analysis tool Enrichr (https://amp.pharm.mssm.edu/Enrichr/), signaling pathways that emerged were DNA damage response, cell cycle arrest, and p53/p63/p73 networks (Table 2) , similar to those that are activated by p53. Comparable results were also obtained using the online David gene set analysis tool (https://david.ncifcrf.gov/) (data not shown). It is noteworthy that many of these studies were aimed at identifying the target genes with intent, i.e., known p53 targets were evaluated to determine if they were also regulated by TAp73. Therefore, it is not surprising that the emerged pathways are similar to p53-regulated pathways and that these target genes are similarly regulated by p53. Comparing these 81 validated TAp73 target genes with the 343 validated p53 target genes identified from 319 individual gene studies [22] , only 14 genes were found to be common, including FAS, CCNG1, GLS2, CD82, SERPINB5, MDM2, PMAIP1, CDKN1A, PML, GDF15, BBC3, SFN, TP53INP1, and VDR. Given the high sequence homology of TAp73 and p53, it was initially surprising that only a limited number of direct target genes are common between these two transcription factors. However, since the overlap of p53 target genes in various organs of the same animal is minimal [111] , these data suggest that the contextual settings such as cell lines used and stimuli may contribute to the low overlap between p53 and TAp73 targets. Nevertheless, analysis of the 14 overlapping genes for biological processes and signaling pathways again showed that DNA damage response, cell cycle arrest, and apoptosis were top pathways (data not shown), similar to those obtained using the 81 TAp73 validated target genes.
Altogether, the individual studies were generally designed to identify TAp73 target genes that are similar to p53 targets, in conditions where TAp73 is overexpressed and often in the absence of functional p53. The experimental set-up of these studies therefore reveals that the identified target genes can be regulated by TAp73 in the appropriate context, and hence can have overlapping functions with p53. However, whether these targets are bona-fide TAp73 targets capable of contributing to tumor suppression by TAp73 has remained an enigma.
Targets Identified from Genome-Wide Studies-Similar to and Different from p53 Target Genes
In contrast to individual studies that identified and validated one or a few genes, high-throughput techniques such as microarray and Next-Generation Sequencing have also been used to identify TAp73 target genes across the entire genome, mostly focusing on coding genes. Based on our search term and analysis criteria, 12 articles published between 2008 and 2018 reported genome-wide studies aimed at identifying genes regulated by TAp73 in cancer cells [42, 45, 91, 103, [112] [113] [114] [115] [116] [117] [118] [119] . These studies utilized various techniques such as microarray (six studies), RNA-Seq (one study), ChIP-on-ChIP (three studies), and ChIP-Seq (three studies). One study employed both RNA-Seq and ChIP-Seq [112] , and another two studies have used either both the microarray and ChIP-Seq or the microarray and ChIP-on-ChIP [113, 114] (Table 3) . Similar to the individual studies, genome-wide analyses were carried out with different cell lines under different experimental conditions. In total, 11 cell lines were used in the 12 genome-wide studies, with the H1299 cell line being used twice. Nine out of the eleven cell lines are either null for p53 or express a mutated or inactivated/non-functional p53. The remaining two isogenic colon cancer cell lines, HCT116 and HCT116-3(6), contained wild-type p53 but differed in the expression of the MLH1 gene that was shown to be necessary for TAp73 activity [120, 121] .
Among these studies, two analyzed the effects of endogenous TAp73 on promoter binding upon TNF-α [115] or hydroxyurea treatment [116] . Five studies employed gene silencing using short-interfering (si)-or short-hairpin (sh)-RNAs against p73, among which, three studies evaluated the effects of cisplatin, rapamycin, and hydrogen peroxide ( Table 3) . Two other studies overexpressed TAp73α or TAp73β, and one used an inducible cell line to overexpress TAp73α or TAp73β.
Nine out of the twelve articles provided a full or partial list of genes identified and included data on the validation of the targets. Incidentally, none of the target genes identified were common across all nine studies ( Supplementary Table S2 ), likely reflecting the varied usage of cell lines and treatment conditions, as well as the potentially diverse roles that TAp73 could play in cancer cells under different contexts. Not unexpectedly, when we consolidated the signaling pathways that were provided in these genome-wide studies, no common signaling pathways emerged (data not shown). The lack of overlap could also be due to non-exhaustive gene lists that are publicly available, as well as potential false-positives associated with high-throughput screening assays, particularly in cases where ectopically overexpressed TAp73 may return a larger dataset compared to endogenous TAp73 targets. Furthermore, the ChIP-on-ChIP/ChIP-Seq techniques are highly dependent on the quality of antibodies used and sensitivity for chromatin immunoprecipitation. Four antibodies were used in six genome-wide ChIP studies: two home-made antibodies including #827 [116] and 11C12 [119] , and two commercially available antibodies BL906 (Abcam) and NBP2-24737 (Novus Biologicals). While the p73 antibodies have been evaluated to recognize ectopically overexpressed TAp73 isoforms [122] , none have been evaluated comprehensively for the detection of endogenous TAp73, specifically with the use of relevant knock-down/knock-out negative controls.
Nevertheless, these genome-wide studies revealed hundreds to thousands of potential TAp73-regulatable genes. Of these, a portion had been validated. We chose 162 of these candidate genes that have been validated and demonstrated to be bound by TAp73 for analyses in this review ( Supplementary Table S2 ). While no genes were common across all these high-throughput studies as mentioned before, genes such as APOC3, C11orf21, GZMA, RPS27, and RRAD were identified twice in separate studies, and genes such as CDKN1A (p21) and MDM2 were identified thrice (Table 3) , resulting in a total of 153 TAp73 target genes that could be verified from these genome-wide studies. GO analyses of the 153 TAp73 target genes identified signaling pathways involved in the p53 network and responses to genetic and oxidative stress, as well as activator-protein (AP)-1-related survival pathways as top pathways regulated by TAp73 (Table 4 ). Only 16 of these 153 target genes overlapped with the list of 343 validated p53 target genes [35] . These were CDKN1A, CPEB4, DCP1B, FAS, FOSL1, GADD45A, GDF15, INPP1, MDM2, PANK1, PML, PRKAB2, RPS27L, RRAD, SERPINE1, and SFN, and are known to have p53REs in their regulatory regions.
We then compared the 81 validated target genes derived from individual studies with the 153 validated target genes from genome-wide studies and found 15 genes in common: BCL2, BNIP3, FAS, GADD45, IVL, LIMA1, MDM2, CDKN1A, CDKN1C, PML, POSTN, GDF15, SERPINA1, SFN, and VEGF-A. The signaling pathways that emerged from the analyses of these 15 overlapping genes included DNA damage response, cell cycle arrest, and apoptosis, similar to those obtained using the 81 TAp73 validated target genes. Among these, BNIP3 is a pro-apoptotic protein that modulates the permeability of the mitochondrial membrane [44] . CDKN1A is a major target of p53 that induces cell cycle arrest upon DNA damage [123] . On the other hand, POSTN that codes for Periostin, activates the Akt-and FAK-mediated signaling pathways to promote cancer cell motility and the epithelial-mesenchymal transition [103] . Interestingly, a significant number of these targets regulated by TAp73 were also targets of other transcription factors, such as the AP-1 factors. For instance, treatment of head and neck cancer cells with the inflammatory cytokine TNF-α was found to lead to the re-distribution of TAp73 from p53RE sites onto AP-1 response element-containing sites [115] , and was thereby suggested to support malignancy. Moreover, the co-occurrence of the AP-1 member c-Jun and TAp73 binding sites has been discovered, which allows both proteins to bind simultaneously and co-operate in target gene transactivation, often during growth promotion [112, 113] .
Taken together, the analyses of genome-wide TAp73 transcriptional targets indicate a varied role for TAp73 in cancer cell lines dependent on contextual settings, with both p53-like targets being identified as in the focused individual studies, as well as a larger number of genes regulated independent of the p53RE but in association with other transcription factors that are coupled to cellular survival and proliferation.
Non-Canonical Targets of TAp73 in Cancers
At the organismal level, p73 has been shown to be important for neuronal development, ciliogenesis, and reproduction, amongst others [37] . TAp73 regulates these functions through the activation of a myriad of target genes, and interestingly, many of these developmental targets have not been demonstrated to be regulated by p53 or to contain a typical p53RE [36, 124, 125] . These observations point to the fact that TAp73 can transactivate genes in a manner independent of canonical p53REs in their regulatory regions.
Similar observations have been increasingly noted in studies using cancer cell lines, particularly in the context of cellular growth promotion. Most of these studies were initiated from the observation that an absence of TAp73 led to a reduction in cancer cell proliferation. Initial studies demonstrated that TAp73 is capable of augmenting the transactivation of AP-1 target genes such as cyclinD1 and collagenase in a c-Jun-dependent manner, thereby promoting cellular growth [26] . Amelioration of TAp73 expression led to reduced growth, concomitant to reduced AP-1 target gene expression. Moreover, further studies showed that TAp73 could impede apoptosis by directly activating the transcription of IL1RAP and NEDD4L genes via a pathway involving c-Jun [112] . Interestingly, these anti-apoptotic target genes as well as many other TAp73-regulated genes were found to contain AP-1 binding sites in the proximity of the TAp73 binding regions in this study, suggesting the existence of a collaborative transcription factor network between TAp73 and AP-1 members. By contrast, the canonical pro-apoptotic target genes regulated by TAp73 were found to be devoid of the AP-1 binding sites in their promoter regions, suggesting that part of TAp73's ability to promote cellular growth is dependent on the interplay between TAp73 and AP-1 members [24] . Consistently, stimulation of cancer cells with the inflammatory cytokine TNF-α was also found to re-distribute TAp73 onto promoters containing AP-1 response elements, as previously highlighted [115] .
Other studies also found TAp73 to support cellular proliferation by enhancing cellular metabolism. TAp73 was shown to enhance the pentose phosphate pathway by directly activating the expression of glucose-6-phosphate dehydrogenase (G6PD) and promoted the Warburg effect via stimulating the expression of phosphofructokinase 1 (PFKL), both in human cancer cell lines as well as E1A+Ras-transformed mouse embryonic fibroblasts [27, 28] . These TAp73 targets, similar to the AP-1 target genes regulated by TAp73, were not activated by p53, and were identified by candidate gene analysis based on the metabolic defects noted in TAp73-deficient cells. TAp73 was found to be bound to a site that is not entirely similar to the canonical p53RE, providing an explanation for the observed TAp73 specificity.
A role for the p73 proteins in hypoxia has also been well investigated. TAp73 was noted to inhibit angiogenesis by destabilizing HIF-1α via a protein-protein interaction, independent of its transcription activity, and thus indirectly led to the suppression of pro-angiogenic genes such as Cxcl2, Ereg, and Vegf-c [46, 126] . On the other hand, TAp73 was also shown to promote angiogenesis, and thus tumor growth, by directly inducing a set of angiogenic genes independent of HIF-1α [29, 45] . While seemingly opposite, these results likely represent a scenario in which TAp73 could act in both directions, depending on the context, thereby coordinating a feedback circuitry. Focusing on the transactivation properties of TAp73 in tumor promotion, some of the angiogenic target genes identified were found to have SP-1 binding sites in their promoter regions, suggesting that TAp73 could collaborate with other transcription factors to positively regulate vascular development in cancers [29, 45] . Similar observations of TAp73 requiring SP-1 sites to activate cellular proliferation and anti-apoptotic genes such as hTERT, CylcinB1, and Caspase-2S have also been noted [23, 72, 85] .
These data collectively demonstrate that TAp73 can have a distinct role in promoting cancer cell growth. TAp73's ability to activate a unique and ever-expanding universe of transcriptional targets that do not converge with the canonical p53-like targets, often as a result of a collaborative co-existence with other transcription factors, highlight a more promiscuous function of TAp73 that is dependent on and dictated by the cellular contexts.
Discussion
Since its discovery over two decades ago, much effort has gone into deciphering the role of TAp73 in cellular growth control and in proving that TAp73 can be a substitute for p53, being able to perform similar functions through the transactivation of overlapping target genes. With this focused end goal in mind, many of the early studies were based on the "intended search and confirm" philosophy, thus unsurprisingly uncovering many common TAp73/p53 targets. However, both unbiased genome-wide studies and studies based on cellular phenotypes led to the revelation of many novel TAp73 targets that were associated with its role in cellular growth promotion, which is consistent with it being rarely mutated but over-expressed in human cancers.
The current analyses of TAp73 target genes collectively highlighted several points worth pondering (Figure 3 ). Firstly, while TAp73 has been clearly demonstrated to be able to transactivate p53 targets, whether this can occur in vivo needs to be re-evaluated. Most of the studies used overexpression systems and were performed in p53-null or mutant cells, to exclude confounding effects of p53. Though these studies have shown that TAp73 can bind to the target promoters containing p53RE under experimental conditions and lead to cell cycle arrest and apoptosis, p53-null cells do not generally utilize the often un-mutated endogenous TAp73 to enforce tumor suppression, or to activate p53 target genes by default. p53 loss has therefore been never compensated for by its family members. Yet, TAp73 has been suggested to contribute to cell death in many scenarios in the absence of p53, although this role appears to be secondary and observable at supra-physiological and highly intense experimental DNA-damage-inducing conditions. Loss of TAp73 in mice does however lead to spontaneous tumor development, albeit much later in life [31] . Similarly, co-heterozygosity of p53 and TAp73 leads to enhanced tumor development compared to p53 +/mice [127, 128] , together indicating that while TAp73 has a role in tumor suppression, it is likely to be very minor and secondary. This further raises the provocative possibility that TAp73 was not evolved for tumor suppression, and regulation of p53 targets may not be its indigenous function.
The current analyses of TAp73 target genes collectively highlighted several points worth pondering (Figure 3) . Firstly, while TAp73 has been clearly demonstrated to be able to transactivate p53 targets, whether this can occur in vivo needs to be re-evaluated. Most of the studies used overexpression systems and were performed in p53-null or mutant cells, to exclude confounding effects of p53. Though these studies have shown that TAp73 can bind to the target promoters containing p53RE under experimental conditions and lead to cell cycle arrest and apoptosis, p53-null cells do not generally utilize the often un-mutated endogenous TAp73 to enforce tumor suppression, or to activate p53 target genes by default. p53 loss has therefore been never compensated for by its family members. Yet, TAp73 has been suggested to contribute to cell death in many scenarios in the absence of p53, although this role appears to be secondary and observable at supra-physiological and highly intense experimental DNA-damage-inducing conditions. Loss of TAp73 in mice does however lead to spontaneous tumor development, albeit much later in life [31] . Similarly, co-heterozygosity of p53 and TAp73 leads to enhanced tumor development compared to p53 +/-mice [127, 128] , together indicating that while TAp73 has a role in tumor suppression, it is likely to be very minor and secondary. This further raises the provocative possibility that TAp73 was not evolved for tumor suppression, and regulation of p53 targets may not be its indigenous function. Next, based on the primary observation that TAp73 is often overexpressed without being mutated in human cancers, a series of studies have now demonstrated that TAp73 expression can indeed be induced by growth-inducing conditions. Consequently, TAp73 has been suggested to be able to promote cellular growth and survival, mainly through the activation of target genes that appear to be context-dependent, and hence non-canonical. Importantly, it is emerging that these novel genes are often transactivated by TAp73 in collaboration with other transcription factors that promote cellular survival in various ways. These observations, together with the fact that many TAp73 target genes that regulate the developmental phenotypes noted in the absence of p73/TAp73 Next, based on the primary observation that TAp73 is often overexpressed without being mutated in human cancers, a series of studies have now demonstrated that TAp73 expression can indeed be induced by growth-inducing conditions. Consequently, TAp73 has been suggested to be able to promote cellular growth and survival, mainly through the activation of target genes that appear to be context-dependent, and hence non-canonical. Importantly, it is emerging that these novel genes are often transactivated by TAp73 in collaboration with other transcription factors that promote cellular survival in various ways. These observations, together with the fact that many TAp73 target genes that regulate the developmental phenotypes noted in the absence of p73/TAp73 do not have a typical p53RE, indicate the promiscuity of TAp73 in being able to be adept in converging contextual signals to enable cellular survival.
An interesting and yet often overlooked feature of these studies highlighting a pro-growth role for TAp73 is that most of the experiments were initially performed in MEFs that have been transformed, from which the target genes were identified and confirmed in human cancer cell lines. Importantly, these MEFs contained wild-type p53. Hence, it is tempting to speculate that in normal contexts where p53 is present, the primary role of TAp73 is context-dependent, being involved in regulating developmental genes at the early stages and for cellular proliferation and survival thereafter. Moreover, as a target of the key cell cycle regulator E2F-1 [129] , it is not unimaginable that TAp73 has properties that will, when necessary, enable it to support cellular growth. This scenario appears to have been hijacked in tumors where TAp73 expression is elevated. TAp73 likely unleashes its survival instincts in cancer cells by co-operating with other transcription factors.
In summary, we conclude that TAp73, though being a structural homolog of p53, is not the latter's natural functional substitute. In its own right, TAp73 has evolved to perform unique functions in regulating developmental processes and cellular growth, through entirely different mechanisms and through different sets of target genes that are not common to and cannot be substituted by p53. While TAp73 can perform p53's functions, the opposite is not true. Thus, the p53 target genes identified to be regulated by TAp73 may indeed represent a virtual reality.
